






























































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































mbk-2	 V5	 N-terminus	 19	bp	 55,	58	bp	 48	 2%	












































































































1	 156	 0	 100.0%	
2	 137	 0	 100.0%	




1	 108	 0	 100.0%	
2	 97	 0	 100.0%	













































































































































































































































Figure	1	–supplement	1	ACLUSTALW MEG-3 1398-2063 deletion, MEG-3 14A, MEG-3 14A silent mutations
MEG-3_1398-2063 deletion     ATGAGTTCCTCAAAACCTTACCCAAGCGGTCTGCCAAACTCGAGAAGAAAAAGAGGAGgt 60
MEG-3_14A                    ATGAGTTCCTCAAAACCTTACCCAAGCGGTCTGCCAAACTCGAGAAGAAAAAGAGGAGgt 60
MEG-3_14A silent mutations   ATGAGTTCCTCAAAACCTTACCCAAGCGGTCTGCCAAACTCGAGAAGAAAAAGAGGAGgt 60
MEG-3:OLLAS                  ATGAGTTCCTCAAAACCTTACCCAAGCGGTCTGCCAAACTCGAGAAGAAAAAGAGGAGgt 60
                             ************************************************************
MEG-3_1398-2063 deletion     gagagttttttgcatcaatttttcattcaatttgtaaattcagGTCGCCGCTCAAGTAGT 120
MEG-3_14A                    gagagttttttgcatcaatttttcattcaatttgtaaattcagGTCGCCGCTCAAGTAGT 120
MEG-3_14A silent mutations   gagagttttttgcatcaatttttcattcaatttgtaaattcagGTCGCCGCTCAAGTAGT 120
MEG-3:OLLAS                  gagagttttttgcatcaatttttcattcaatttgtaaattcagGTCGCCGCTCAAGTAGT 120
                             ************************************************************
MEG-3_1398-2063 deletion     CGTAGCAATCAGGAAAGTGCATCCAACAACATGGAACACCAAATCACTCTTGACGAATTG 180
MEG-3_14A                    CGTAGCAATCAGGAAAGTGCATCCAACAACATGGAACACCAAATCACTCTTGACGAATTG 180
MEG-3_14A silent mutations   CGTAGCAATCAGGAAAGTGCATCCAACAACATGGAACACCAAATCACTCTTGACGAATTG 180
MEG-3:OLLAS                  CGTAGCAATCAGGAAAGTGCATCCAACAACATGGAACACCAAATCACTCTTGACGAATTG 180
                             ************************************************************
MEG-3_1398-2063 deletion     TTCAATCCGATCGCAAAACAAGACAGTGCTCAGTCAACAAGCCGTGAATATGGTGCAAAA 240
MEG-3_14A                    TTCAATCCGATCGCAAAACAAGACAGTGCTCAGTCAACAAGCCGTGAATATGGTGCAAAA 240
MEG-3_14A silent mutations   TTCAATCCGATCGCAAAACAAGACAGTGCTCAGTCAACAAGCCGTGAATATGGTGCAAAA 240
MEG-3:OLLAS                  TTCAATCCGATCGCAAAACAAGACAGTGCTCAGTCAACAAGCCGTGAATATGGTGCAAAA 240
                             ************************************************************
MEG-3_1398-2063 deletion     TCGGGGATATCTCATCACGGATCCGTATCATTCAACGGGAATACATTCATGAATGGCCAA 300
MEG-3_14A                    TCGGGGATATCTCATCACGGATCCGTATCATTCAACGGGAATACATTCATGAATGGCCAA 300
MEG-3_14A silent mutations   TCGGGGATATCTCATCACGGATCCGTATCATTCAACGGGAATACATTCATGAATGGCCAA 300
MEG-3:OLLAS                  TCGGGGATATCTCATCACGGATCCGTATCATTCAACGGGAATACATTCATGAATGGCCAA 300
                             ************************************************************
MEG-3_1398-2063 deletion     CAGCTGAATCACTCGATGACTCGACATGGTCGAGTATTCAATCAGTCGATGCATGCAGCT 360
MEG-3_14A                    CAGCTGAATCACTCGATGACTCGACATGGTCGAGTATTCAATCAGTCGATGCATGCAGCT 360
MEG-3_14A silent mutations   CAGCTGAATCACTCGATGACTCGACATGGTCGAGTATTCAATCAGTCGATGCATGCAGCT 360
MEG-3:OLLAS                  CAGCTGAATCACTCGATGACTCGACATGGTCGAGTATTCAATCAGTCGATGCATGCAGCT 360
                             ************************************************************
MEG-3_1398-2063 deletion     CAAGGAAACGGCAGCAACGCCTTTAACAGTATTCCTCCTACGGCCCCCGTCTTCTCTGCA 420
MEG-3_14A                    CAAGGAAACGGCAGCAACGCCTTTAACAGTATTCCTCCTACGGCCCCCGTCTTCTCTGCA 420
MEG-3_14A silent mutations   CAAGGAAACGGCAGCAACGCCTTTAACAGTATTCCTCCTACGGCCCCCGTCTTCTCTGCA 420
MEG-3:OLLAS                  CAAGGAAACGGCAGCAACGCCTTTAACAGTATTCCTCCTACGGCCCCCGTCTTCTCTGCA 420
                             ************************************************************
MEG-3_1398-2063 deletion     GACTTCCGCCGCAACTTGCAAACACGCAATAGCTCCAGCTGGTATGAACGAAGATTCCCA 480
MEG-3_14A                    GACTTCCGCCGCAACTTGCAAACACGCAATAGCTCCAGCTGGTATGAACGAAGATTCCCA 480
MEG-3_14A silent mutations   GACTTCCGCCGCAACTTGCAAACACGCAATAGCTCCAGCTGGTATGAACGAAGATTCCCA 480
MEG-3:OLLAS                  GACTTCCGCCGCAACTTGCAAACACGCAATAGCTCCAGCTGGTATGAACGAAGATTCCCA 480
                             ************************************************************
MEG-3_1398-2063 deletion     GTATCCACAGATCAGGACGACGTTCAGCAATCAAACACAAGACGTAGTAGAAGTCGTCAG 540
MEG-3_14A                    GTATCCACAGATCAGGACGACGTTCAGCAATCAAACACAAGACGTAGTAGAAGTCGTCAG 540
MEG-3_14A silent mutations   GTATCCACAGATCAGGACGACGTTCAGCAATCAAACACAAGACGTAGTAGAAGTCGTCAG 540
MEG-3:OLLAS                  GTATCCACAGATCAGGACGACGTTCAGCAATCAAACACAAGACGTAGTAGAAGTCGTCAG 540
                             ************************************************************
MEG-3_1398-2063 deletion     AATGGACAACATGGCCTAAGCTTCTCGGATGGTTCGAACAATTATGGTCACGCTGGGAAT 600
MEG-3_14A                    AATGGACAACATGGCCTAAGCTTCTCGGATGGTTCGAACAATTATGGTCACGCTGGGAAT 600
MEG-3_14A silent mutations   AATGGACAACATGGCCTAAGCTTCTCGGATGGTTCGAACAATTATGGTCACGCTGGGAAT 600
MEG-3:OLLAS                  AATGGACAACATGGCCTAAGCTTCTCGGATGGTTCGAACAATTATGGTCACGCTGGGAAT 600
                             ************************************************************
MEG-3_1398-2063 deletion     AAGTCATTCAGTGTGAGTTCCGTTCCCGTTGGGTTCCAGAAGCAAGAAAATAATTCTAAG 660
MEG-3_14A                    AAGTCATTCAGTGTGAGTTCCGTTCCCGTTGGGTTCCAGAAGCAAGAAAATAATTCTAAG 660
MEG-3_14A silent mutations   AAGTCATTCAGTGTGAGTTCCGTTCCCGTTGGGTTCCAGAAGCAAGAAAATAATTCTAAG 660
MEG-3:OLLAS                  AAGTCATTCAGTGTGAGTTCCGTTCCCGTTGGGTTCCAGAAGCAAGAAAATAATTCTAAG 660
                             ************************************************************
MEG-3_1398-2063 deletion     AAACTGCGACAAACCAATGTTCACCAGCAATGTCTTGGAAATAAAAGCTTCAACGCTCAA 720
MEG-3_14A                    AAACTGCGACAAACCAATGTTCACCAGCAATGTCTTGGAAATAAAAGCTTCAACGCTCAA 720
MEG-3_14A silent mutations   AAACTGCGACAAACCAATGTTCACCAGCAATGTCTTGGAAATAAAAGCTTCAACGCTCAA 720
MEG-3:OLLAS                  AAACTGCGACAAACCAATGTTCACCAGCAATGTCTTGGAAATAAAAGCTTCAACGCTCAA 720
                             ************************************************************
MEG-3_1398-2063 deletion     GCTGGAGTTCATGGACACGCTTTTAAAAAAGGCCATAAGGACAATAAAAATGCATCTGGA 780
MEG-3_14A                    GCTGGAGTTCATGGACACGCTTTTAAAAAAGGCCATAAGGACAATAAAAATGCATCTGGA 780
MEG-3_14A silent mutations   GCTGGAGTTCATGGACACGCTTTTAAAAAAGGCCATAAGGACAATAAAAATGCATCTGGA 780
MEG-3:OLLAS                  GCTGGAGTTCATGGACACGCTTTTAAAAAAGGCCATAAGGACAATAAAAATGCATCTGGA 780
                             ************************************************************
MEG-3_1398-2063 deletion     AAGGAGGTTATCAATTCTAGTCTTGTCCAAAAGCACGATGCTATTAAGTCGCGGAATTTG 840
MEG-3_14A                    AAGGAGGTTATCAATTCTAGTCTTGTCCAAAAGCACGATGCTATTAAGTCGCGGAATTTG 840
MEG-3_14A silent mutations   AAGGAGGTTATCAATTCTAGTCTTGTCCAAAAGCACGATGCTATTAAGTCGCGGAATTTG 840
MEG-3:OLLAS                  AAGGAGGTTATCAATTCTAGTCTTGTCCAAAAGCACGATGCTATTAAGTCGCGGAATTTG 840
                             ************************************************************
MEG-3_1398-2063 deletion     AACCAGAGCTTCTCTGGATTTCCTACACATGAAACCTCATCGATGAAAAATCAACAACAG 900
MEG-3_14A                    AACCAGAGCTTCTCTGGATTTCCTACACATGAAACCTCATCGATGAAAAATCAACAACAG 900
MEG-3_14A silent mutations   AACCAGAGCTTCTCTGGATTTCCTACACATGAAACCTCATCGATGAAAAATCAACAACAG 900
MEG-3:OLLAS                  AACCAGAGCTTCTCTGGATTTCCTACACATGAAACCTCATCGATGAAAAATCAACAACAG 900
                             ************************************************************
MEG-3_1398-2063 deletion     AAATCAAGAAACGACAGAAAAAAATCACGTGGTAGCAGCAACTTCCAGGATCGTACTTAC 960
MEG-3_14A                    AAATCAAGAAACGACAGAAAAAAATCACGTGGTAGCAGCAACTTCCAGGATCGTACTTAC 960
MEG-3_14A silent mutations   AAATCAAGAAACGACAGAAAAAAATCACGTGGTAGCAGCAACTTCCAGGATCGTACTTAC 960
MEG-3:OLLAS                  AAATCAAGAAACGACAGAAAAAAATCACGTGGTAGCAGCAACTTCCAGGATCGTACTTAC 960
                             ************************************************************
MEG-3_1398-2063 deletion     TTCAACACAAATGACGATGAATTAACTGACGATGTGTTCATAGACGATTCCATGGATGCT 1020
MEG-3_14A                    TTCAACACAAATGACGATGAATTAACTGACGATGTGTTCATAGACGATTCCATGGATGCT 1020
MEG-3_14A silent mutations   TTCAACACAAATGACGATGAATTAACTGACGATGTGTTCATAGACGATTCCATGGATGCT 1020
MEG-3:OLLAS                  TTCAACACAAATGACGATGAATTAACTGACGATGTGTTCATAGACGATTCCATGGATGCT 1020
                             ************************************************************
MEG-3_1398-2063 deletion     GCCCGTGGTCGGAGATCTCGATCAGTCACTAAGAAACTTCAACAATCGACTTATTCAAAG 1080
MEG-3_14A                    GCCCGTGGTCGGAGATCTCGATCAGTCACTAAGAAACTTCAACAATCGACTTATTCAAAG 1080
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MEG-3_14A silent mutations   GCCCGTGGTCGGAGATCTCGATCAGTCACTAAGAAACTTCAACAATCGACTTATTCAAAG 1080
MEG-3:OLLAS                  GCCCGTGGTCGGAGATCTCGATCAGTCACTAAGAAACTTCAACAATCGACTTATTCAAAG 1080
                             ************************************************************
MEG-3_1398-2063 deletion     CAGAATGCAGGCAGTAAACAATTGACTGAAAAATGCAAATCTTCTGAAGAAGCGGCTAAA 1140
MEG-3_14A                    CAGAATGCAGGCAGTAAACAATTGACTGAAAAATGCAAATCTTCTGAAGAAGCGGCTAAA 1140
MEG-3_14A silent mutations   CAGAATGCAGGCAGTAAACAATTGACTGAAAAATGCAAATCTTCTGAAGAAGCGGCTAAA 1140
MEG-3:OLLAS                  CAGAATGCAGGCAGTAAACAATTGACTGAAAAATGCAAATCTTCTGAAGAAGCGGCTAAA 1140
                             ************************************************************
MEG-3_1398-2063 deletion     CGTAACCTGGTATCCAATGTATTCAGCAAGGACGGCACTGAACTCTCCATTGAACAGTTA 1200
MEG-3_14A                    CGTAACCTGGTATCCAATGTATTCAGCAAGGACGGCACTGAACTCTCCATTGAACAGTTA 1200
MEG-3_14A silent mutations   CGTAACCTGGTATCCAATGTATTCAGCAAGGACGGCACTGAACTCTCCATTGAACAGTTA 1200
MEG-3:OLLAS                  CGTAACCTGGTATCCAATGTATTCAGCAAGGACGGCACTGAACTCTCCATTGAACAGTTA 1200
                             ************************************************************
MEG-3_1398-2063 deletion     TTGGAAATTGTCAGCATGAAGATCGGACAACAGATTCACTTGCCTTCCAGCTCTCATGGA 1260
MEG-3_14A                    TTGGAAATTGTCAGCATGAAGATCGGACAACAGATTCACTTGCCTTCCAGCTCTCATGGA 1260
MEG-3_14A silent mutations   TTGGAAATTGTCAGCATGAAGATCGGACAACAGATTCACTTGCCTTCCAGCTCTCATGGA 1260
MEG-3:OLLAS                  TTGGAAATTGTCAGCATGAAGATCGGACAACAGATTCACTTGCCTTCCAGCTCTCATGGA 1260
                             ************************************************************
MEG-3_1398-2063 deletion     GAATGCAGCAATTTGAATCGGACATTACCAGCAAGTGATCTAAATTGCTCAATTGGTGAA 1320
MEG-3_14A                    GAATGCAGCAATTTGAATCGGACATTACCAGCAAGTGATCTAAATTGCTCAATTGGTGAA 1320
MEG-3_14A silent mutations   GAATGCAGCAATTTGAATCGGACATTACCAGCAAGTGATCTAAATTGCTCAATTGGTGAA 1320
MEG-3:OLLAS                  GAATGCAGCAATTTGAATCGGACATTACCAGCAAGTGATCTAAATTGCTCAATTGGTGAA 1320
                             ************************************************************
MEG-3_1398-2063 deletion     GACTTTGACTCCAGTTTTGTGGATGCTAACAACCAAACCCTACCAGTGAGTCTTCCCAAG 1380
MEG-3_14A                    GACTTTGACTCCAGTTTTGTGGATGCTAACAACCAAACCCTACCAGTGAGTCTTCCCAAG 1380
MEG-3_14A silent mutations   GACTTTGACTCCAGTTTTGTGGATGCTAACAACCAAACCCTACCAGTGAGTCTTCCCAAG 1380
MEG-3:OLLAS                  GACTTTGACTCCAGTTTTGTGGATGCTAACAACCAAACCCTACCAGTGAGTCTTCCCAAG 1380
                             ************************************************************
MEG-3_1398-2063 deletion     AAAACTTCACTGTCGATCGGGAAGTTTGTCCAGAGCAG---------------------- 1440
MEG-3_14A                    AAAACTTCACTGTCGATCAAGCGCCGTGGAGCCGCTCGTGCTGCCGCTCGTCTGGCCAGT 1440
MEG-3_14A silent mutations   AAAACTTCACTGTCGATCAAACGAAGAGGAGCCGCTCGAGCTGCTGCTCGACTTGCCTCA 1440
MEG-3:OLLAS                  AAAACTTCACTGTCGATCAAGCGCCGTGGAAGTTCTCGTAGTGCCTCCCGTCTGGCCAGT 1440
                             ******************         ***                              
MEG-3_1398-2063 deletion     ------------------------------------------------------------ 1500
MEG-3_14A                    CTTGATGTGACACTGGAAACTGTTGAAGAAGACGAGGAACCCACGCCAGCTCCACAGCCG 1500
MEG-3_14A silent mutations   TTGGATGTAACACTTGAGACGGTCGAGGAAGATGAGGAACCAACACCAGCTCCGCAACCT 1500
MEG-3:OLLAS                  CTTGATGTGACACTGGAAACTGTTGAAGAAGACGAGGAACCCACGCCAAGTCCACAGCCG 1500
                                                                                 
MEG-3_1398-2063 deletion     ------------------------------------------------------------ 1560
MEG-3_14A                    GCTGCCCCTCCAAAGATCGCTAGAAGAAAGTGGACAGGAACTTTTGATGCCAACGTTGAG 1560
MEG-3_14A silent mutations   GCTGCCCCACCAAAAATTGCTAGACGAAAGTGGACTGGAACATTCGATGCTAACGTCGAA 1560
MEG-3:OLLAS                  AGTTCTCCTCCAAAGATCTCAAGAAGAAAGTGGACAGGAACTTTTGATGCCAACGTTGAG 1560
                                                                                         
MEG-3_1398-2063 deletion     ------------------------------------------------------------ 1620
MEG-3_14A                    GAAATGAGACGTTTACTTCATGGGGACCCTGAGATGCCGAAAGCAGCAAATCGTGCTTCC 1620
MEG-3_14A silent mutations   GAAATGCGTCGATTGTTGCACGGAGATCCAGAAATGCCAAAAGCAGCTAATAGAGCAAGT 1620
MEG-3:OLLAS                  GAAATGAGACGTTTACTTCATGGGGACCCTGAGATGCCGAAATCTGCAAATCGTGCTTCC 1620
                                                                                         
MEG-3_1398-2063 deletion     ------------------------------------------------------------ 1680
MEG-3_14A                    GCTAGgtatgtagtgaaatagtaaaatctttagtaaaaatttaaatttcagCAAGGATCA 1680
MEG-3_14A silent mutations   GCTTC----------------------------------------------GAAGGACCA 1680
MEG-3:OLLAS                  TCAAGgtatgtagtgaaatagtaaaatctttagtaaaaatttaaatttcagCAAGGATCA 1680
                                                                                         
MEG-3_1398-2063 deletion     ------------------------------------------------------------ 1740
MEG-3_14A                    GATCAATCGGAACAATGTGGATGTAAAGAGAGCTCCTGCTTCGTCAATCATCCCAACTCC 1740
MEG-3_14A silent mutations   AATTAACCGTAACAATGTCGACGTAAAGCGTGCTCCAGCTTCCTCCATCATCCCAACTCC 1740
MEG-3:OLLAS                  GATCAATCGGAACAATGTGGATGTAAAGAGAACACCTTCCTCGTCAATCATCCCAACTCC 1740
                                                                                         
MEG-3_1398-2063 deletion     ------------------------------------------------------------ 1800
MEG-3_14A                    AAAGGCTTTGATCGGAGAAAGATGTCTGACATCATCCAGCAAgttagttttacacttgga 1800
MEG-3_14A silent mutations   AAAGGCCCTCATCGGAGAGAGATGCCTCACCTCCTCCTCCAA------------------ 1800
MEG-3:OLLAS                  AAAGGCTTTGATCGGAGAAAGATGTCTGACATCATCCAGCAAgttagttttacacttgga 1800
                                                                                         
MEG-3_1398-2063 deletion     ------------------------------------------------------------ 1860
MEG-3_14A                    gcttcttatttcattatattttttacagGTCTTCAAAGTTGAACAAGTCACTTGGCGTGG 1860
MEG-3_14A silent mutations   ----------------------------GTCCTCAAAGCTCAACAAGTCCCTCGGAGTCG 1860
MEG-3:OLLAS                  gcttcttatttcattatattttttacagGTCTTCAAAGTTGAACAAGTCACTTGGCGTGG 1860
                                                                                         
MEG-3_1398-2063 deletion     ------------------------------------------------------------ 1920
MEG-3_14A                    TTGATTCTAAAGCTACAAAAGCTCCAATGTATTCCGTCACAGTTTCTGGAAAAGAAACAG 1920
MEG-3_14A silent mutations   TCGACTCTAAAGCCACAAAGGCTCCAATGTACTCCGTCACCGTCTCCGGAAAAGAGACAG 1920
MEG-3:OLLAS                  TTGATTCTAAAGCTACAAAATCACCAATGTATTCCGTCACAGTTTCTGGAAAAGAAACAG 1920
                                                                                         
MEG-3_1398-2063 deletion     ------------------------------------------------------------ 1980
MEG-3_14A                    CTTCAGGAAAGCGAATTGCTCAAAAGTTGGCTCCAAAGGT-TGTGGCGCTGGAAAGgtat 1980
MEG-3_14A silent mutations   CCTCCGGAAAGCGTATCGCCCAAAAGCTCGCTCCAAAGgtaagtttaaacagttcggtac 1980
MEG-3:OLLAS                  CTTCAGGAAAGCGAATTGCTCAAAAGTTGACTCCAAAGGT-TGTGGCGCTGGAAAGgtat 1980
                                                                                         
MEG-3_1398-2063 deletion     ------------------------------------------------------------ 2040
MEG-3_14A                    gactttacaaaaaacgaacaacatttccatattttcttttccag--CTCTTACATTACCG 2040
MEG-3_14A silent mutations   taactaaccatacatatttaaattttcagGTCGTCGCCCTGGAGTCCTCCTACATCACCG 2040
MEG-3:OLLAS                  gactttacaaaaaacgaacaacatttccatattttcttttccag--CTCTTACATTACCG 2040
                                                                                         
MEG-3_1398-2063 deletion     ------------------------GAGGTTGCCCAACTCCGAAGAGAAGTGGAATCAATT 2100
MEG-3_14A                    GAATTCCAGTTTCCACGGATTGTAATGGTTGCCCAACTCCGAAGAGAAGTGGAATCAATT 2100
MEG-3_14A silent mutations   GAATTCCAGTCTCCACGGACTGCAACGGTTGCCCAACTCCGAAGAGAAGTGGAATCAATT 2100
MEG-3:OLLAS                  GAATTCCAGTTTCCACGGATTGTAATGGTTGCCCAACTCCGAAGAGAAGTGGAATCAATT 2100
                                                       **********************************
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MEG-3_1398-2063 deletion     GTGAAATTCGTGCAGCTGAAGTATACAATCAAGCTGGGAAATGGCCCTTCGAAATCACCA 2160
MEG-3_14A                    GTGAAATTCGTGCAGCTGAAGTATACAATCAAGCTGGGAAATGGCCCTTCGAAATCACCA 2160
MEG-3_14A silent mutations   GTGAAATTCGTGCAGCTGAAGTATACAATCAAGCTGGGAAATGGCCCTTCGAAATCACCA 2160
MEG-3:OLLAS                  GTGAAATTCGTGCAGCTGAAGTATACAATCAAGCTGGGAAATGGCCCTTCGAAATCACCA 2160
                             ************************************************************
MEG-3_1398-2063 deletion     Ggtaaggtccaagttaataaatccgctatcgatcaagcatatggaaaataatgtacaagc 2220
MEG-3_14A                    Ggtaaggtccaagttaataaatccgctatcgatcaagcatatggaaaataatgtacaagc 2220
MEG-3_14A silent mutations   Ggtaaggtccaagttaataaatccgctatcgatcaagcatatggaaaataatgtacaagc 2220
MEG-3:OLLAS                  Ggtaaggtccaagttaataaatccgctatcgatcaagcatatggaaaataatgtacaagc 2220
                             ************************************************************
MEG-3_1398-2063 deletion     tgaaaagattgagctcaaaacttgattcaaatcctgtaaaattattttctgagtacagta 2280
MEG-3_14A                    tgaaaagattgagctcaaaacttgattcaaatcctgtaaaattattttctgagtacagta 2280
MEG-3_14A silent mutations   tgaaaagattgagctcaaaacttgattcaaatcctgtaaaattattttctgagtacagta 2280
MEG-3:OLLAS                  tgaaaagattgagctcaaaacttgattcaaatcctgtaaaattattttctgagtacagta 2280
                             ************************************************************
MEG-3_1398-2063 deletion     aatttctttcagTGATCCGGCTCCACTTCCTTGTGAATCAGCCGATCGGATCGAATATCC 2340
MEG-3_14A                    aatttctttcagTGATCCGGCTCCACTTCCTTGTGAATCAGCCGATCGGATCGAATATCC 2340
MEG-3_14A silent mutations   aatttctttcagTGATCCGGCTCCACTTCCTTGTGAATCAGCCGATCGGATCGAATATCC 2340
MEG-3:OLLAS                  aatttctttcagTGATCCGGCTCCACTTCCTTGTGAATCAGCCGATCGGATCGAATATCC 2340
                             ************************************************************
MEG-3_1398-2063 deletion     TTCTCAAGATTGCACTCAAGATCCAGCTTCAACCTCGCCACCACCTCGCATTTCTGAAAG 2400
MEG-3_14A                    TTCTCAAGATTGCACTCAAGATCCAGCTTCAACCTCGCCACCACCTCGCATTTCTGAAAG 2400
MEG-3_14A silent mutations   TTCTCAAGATTGCACTCAAGATCCAGCTTCAACCTCGCCACCACCTCGCATTTCTGAAAG 2400
MEG-3:OLLAS                  TTCTCAAGATTGCACTCAAGATCCAGCTTCAACCTCGCCACCACCTCGCATTTCTGAAAG 2400
                             ************************************************************
MEG-3_1398-2063 deletion     CTTGACAGCATTCCTGGAAGCTCAGCAAGACTTTAACGACTACATTGATACTAACTACAA 2460
MEG-3_14A                    CTTGACAGCATTCCTGGAAGCTCAGCAAGACTTTAACGACTACATTGATACTAACTACAA 2460
MEG-3_14A silent mutations   CTTGACAGCATTCCTGGAAGCTCAGCAAGACTTTAACGACTACATTGATACTAACTACAA 2460
MEG-3:OLLAS                  CTTGACAGCATTCCTGGAAGCTCAGCAAGACTTTAACGACTACATTGATACTAACTACAA 2460
                             ************************************************************
MEG-3_1398-2063 deletion     AGAAAAGACACAACTCCTGAAAGTGAATTTGAATATTCACGGGATGTCACCTGAAAGATG 2520
MEG-3_14A                    AGAAAAGACACAACTCCTGAAAGTGAATTTGAATATTCACGGGATGTCACCTGAAAGATG 2520
MEG-3_14A silent mutations   AGAAAAGACACAACTCCTGAAAGTGAATTTGAATATTCACGGGATGTCACCTGAAAGATG 2520
MEG-3:OLLAS                  AGAAAAGACACAACTCCTGAAAGTGAATTTGAATATTCACGGGATGTCACCTGAAAGATG 2520
                             ************************************************************
MEG-3_1398-2063 deletion     GCTGTACTTGAATTATTTTTGCACCGAGACAATTCCAAGATTGGATGGTCCTTATGCCGA 2580
MEG-3_14A                    GCTGTACTTGAATTATTTTTGCACCGAGACAATTCCAAGATTGGATGGTCCTTATGCCGA 2580
MEG-3_14A silent mutations   GCTGTACTTGAATTATTTTTGCACCGAGACAATTCCAAGATTGGATGGTCCTTATGCCGA 2580
MEG-3:OLLAS                  GCTGTACTTGAATTATTTTTGCACCGAGACAATTCCAAGATTGGATGGTCCTTATGCCGA 2580
                             ************************************************************
MEG-3_1398-2063 deletion     TGgtaagaaagataagacatatttaatcttgaaaactttaattttttcagATCCAAGAGT 2640
MEG-3_14A                    TGgtaagaaagataagacatatttaatcttgaaaactttaattttttcagATCCAAGAGT 2640
MEG-3_14A silent mutations   TGgtaagaaagataagacatatttaatcttgaaaactttaattttttcagATCCAAGAGT 2640
MEG-3:OLLAS                  TGgtaagaaagataagacatatttaatcttgaaaactttaattttttcagATCCAAGAGT 2640
                             ************************************************************
MEG-3_1398-2063 deletion     TCCACCTGTGCGAAATATGTTCAGAAAATGGTTCCTCCGTTTTGCTGAAGCCTGCTTAGG 2700
MEG-3_14A                    TCCACCTGTGCGAAATATGTTCAGAAAATGGTTCCTCCGTTTTGCTGAAGCCTGCTTAGG 2700
MEG-3_14A silent mutations   TCCACCTGTGCGAAATATGTTCAGAAAATGGTTCCTCCGTTTTGCTGAAGCCTGCTTAGG 2700
MEG-3:OLLAS                  TCCACCTGTGCGAAATATGTTCAGAAAATGGTTCCTCCGTTTTGCTGAAGCCTGCTTAGG 2700
                             ************************************************************
MEG-3_1398-2063 deletion     AAATCCTCACCAGCTTGCAGTTATGCAAGAGATTGCTGCCACGTTTGTTCAGGCTCGGCT 2760
MEG-3_14A                    AAATCCTCACCAGCTTGCAGTTATGCAAGAGATTGCTGCCACGTTTGTTCAGGCTCGGCT 2760
MEG-3_14A silent mutations   AAATCCTCACCAGCTTGCAGTTATGCAAGAGATTGCTGCCACGTTTGTTCAGGCTCGGCT 2760
MEG-3:OLLAS                  AAATCCTCACCAGCTTGCAGTTATGCAAGAGATTGCTGCCACGTTTGTTCAGGCTCGGCT 2760
                             ************************************************************
MEG-3_1398-2063 deletion     GGACGATACGAGCAGCTCCACAGACTCCACCAATATGCTCTACATGTTGTGGAAGGAGTG 2820
MEG-3_14A                    GGACGATACGAGCAGCTCCACAGACTCCACCAATATGCTCTACATGTTGTGGAAGGAGTG 2820
MEG-3_14A silent mutations   GGACGATACGAGCAGCTCCACAGACTCCACCAATATGCTCTACATGTTGTGGAAGGAGTG 2820
MEG-3:OLLAS                  GGACGATACGAGCAGCTCCACAGACTCCACCAATATGCTCTACATGTTGTGGAAGGAGTG 2820
                             ************************************************************
MEG-3_1398-2063 deletion     TATCGGACAGAAGAATATCATCGCAATTGCTGATGCGTGTTTACTTGCACATCTTCGGAA 2880
MEG-3_14A                    TATCGGACAGAAGAATATCATCGCAATTGCTGATGCGTGTTTACTTGCACATCTTCGGAA 2880
MEG-3_14A silent mutations   TATCGGACAGAAGAATATCATCGCAATTGCTGATGCGTGTTTACTTGCACATCTTCGGAA 2880
MEG-3:OLLAS                  TATCGGACAGAAGAATATCATCGCAATTGCTGATGCGTGTTTACTTGCACATCTTCGGAA 2880
                             ************************************************************
MEG-3_1398-2063 deletion     ATCGGATCCTATCAAATACTTGAATGTAAAACGGGATTGGCTGGAATCTATTTTTGACCC 2940
MEG-3_14A                    ATCGGATCCTATCAAATACTTGAATGTAAAACGGGATTGGCTGGAATCTATTTTTGACCC 2940
MEG-3_14A silent mutations   ATCGGATCCTATCAAATACTTGAATGTAAAACGGGATTGGCTGGAATCTATTTTTGACCC 2940
MEG-3:OLLAS                  ATCGGATCCTATCAAATACTTGAATGTAAAACGGGATTGGCTGGAATCTATTTTTGACCC 2940
                             ************************************************************
MEG-3_1398-2063 deletion     ACCCAGAGATCAATCCGGATTCGCCAACGAGCTCGGACCACGTCTCATGGGAAAGTGA 2998
MEG-3_14A                    ACCCAGAGATCAATCCGGATTCGCCAACGAGCTCGGACCACGTCTCATGGGAAAGTGA 2998
MEG-3_14A silent mutations   ACCCAGAGATCAATCCGGATTCGCCAACGAGCTCGGACCACGTCTCATGGGAAAGTGA 2998
MEG-3:OLLAS                  ACCCAGAGATCAATCCGGATTCGCCAACGAGCTCGGACCACGTCTCATGGGAAAGTGA 2998






































































































































































MEG-3_IDR       ATGAGTTCCTCAAAACCTTACCCAAGCGGTCTGCCAAACTCGAGAAGAAAAAGAGGAGgt 60
MEG-3_IDR 87A   ATGAGTTCCTCAAAACCTTACCCAAGCGGTCTGCCAAACGCTAGAAGAAAAAGAGGAGgt 60
                *************************************** * ******************
MEG-3_IDR       gagagttttttgcatcaatttttcattcaatttgtaaattcagGTCGCCGCTCAAGTAGT 120
MEG-3_IDR 87A   gagagttttttgcatcaatttttcattcaatttgtaaattcagGTCGCCGCGCAGCTGCT 120
                *************************************************** **  *  *
MEG-3_IDR       CGTAGCAATCAGGAAAGTGCATCCAACAACATGGAACACCAAATCACTCTTGACGAATTG 180
MEG-3_IDR 87A   CGTGCCAATCAGGAAGCTGCAGCCAACAACATGGAACACCAAATCACTCTTGACGAATTG 180
                ***  **********  **** **************************************
MEG-3_IDR       TTCAATCCGATCGCAAAACAAGACAGTGCTCAGTCAACAAGCCGTGAATATGGTGCAAAA 240
MEG-3_IDR 87A   TTCAATCCGATCGCAAAACAAGACGCTGCTCAGGCAACAGCCCGTGAATATGGTGCAAAA 240
                ************************  ******* *****  *******************
MEG-3_IDR       TCGGGGATATCTCATCACGGATCCGTATCATTCAACGGGAATACATTCATGAATGGCCAA 300
MEG-3_IDR 87A   GCGGGGATAGCTCATCACGGAGCCGTAGCATTCAACGGGAATACATTCATGAATGGCCAA 300
                 ******** *********** ***** ********************************
MEG-3_IDR       CAGCTGAATCACTCGATGACTCGACATGGTCGAGTATTCAATCAGTCGATGCATGCAGCT 360
MEG-3_IDR 87A   CAGCTGAATCACGCTATGACTCGACATGGTCGAGTATTCAATCAGGCCATGCATGCAGCT 360
                ************ * ****************************** * ************
MEG-3_IDR       CAAGGAAACGGCAGCAACGCCTTTAACAGTATTCCTCCTACGGCCCCCGTCTTCTCTGCA 420
MEG-3_IDR 87A   CAAGGAAACGGCGCCAACGCCTTTAACGCTATTCCTCCTACGGCCCCCGTCTTCGCTGCA 420
                ************  *************  ************************* *****
MEG-3_IDR       GACTTCCGCCGCAACTTGCAAACACGCAATAGCTCCAGCTGGTATGAACGAAGATTCCCA 480
MEG-3_IDR 87A   GACTTCCGCCGCAACTTGCAAACACGCAATGCCGCCGCCTGGTATGAACGAAGATTCCCA 480
                ******************************  * **  **********************
MEG-3_IDR       GTATCCACAGATCAGGACGACGTTCAGCAATCAAACACAAGACGTAGTAGAAGTCGTCAG 540
MEG-3_IDR 87A   GTAGCCACAGATCAGGACGACGTTCAGCAAGCAAACACAAGACGTGCTAGAGCTCGTCAG 540
                *** ************************** **************  ****  *******
MEG-3_IDR       AATGGACAACATGGCCTAAGCTTCTCGGATGGTTCGAACAATTATGGTCACGCTGGGAAT 600
MEG-3_IDR 87A   AATGGACAACATGGCCTAGCCTTCGCGGATGGTGCGAACAATTATGGTCACGCTGGGAAT 600
                ******************  **** ******** **************************
MEG-3_IDR       AAGTCATTCAGTGTGAGTTCCGTTCCCGTTGGGTTCCAGAAGCAAGAAAATAATTCTAAG 660
MEG-3_IDR 87A   AAGGCATTCGCTGTGGCTGCCGTTCCCGTTGGGTTCCAGAAGCAAGAAAATAATGCTAAG 660
                *** *****  ****  * *********************************** *****
MEG-3_IDR       AAACTGCGACAAACCAATGTTCACCAGCAATGTCTTGGAAATAAAAGCTTCAACGCTCAA 720
MEG-3_IDR 87A   AAACTGCGACAAACCAATGTTCACCAGCAATGTCTTGGAAATAAAGCCTTCAACGCTCAA 720
                *********************************************  *************
MEG-3_IDR       GCTGGAGTTCATGGACACGCTTTTAAAAAAGGCCATAAGGACAATAAAAATGCATCTGGA 780
MEG-3_IDR 87A   GCTGGAGTTCATGGACACGCTTTTAAAAAAGGCCATAAGGACAATAAAAATGCAGCTGGA 780
                ****************************************************** *****
MEG-3_IDR       AAGGAGGTTATCAATTCTAGTCTTGTCCAAAAGCACGATGCTATTAAGTCGCGGAATTTG 840
MEG-3_IDR 87A   AAGGAGGTTATCAATGCTGCTCTTGTCCAAAAGCACGATGCTATTAAGGCTCGGAATTTG 840
                *************** **  **************************** * *********
MEG-3_IDR       AACCAGAGCTTCTCTGGATTTCCTACACATGAAACCTCATCGATGAAAAATCAACAACAG 900
MEG-3_IDR 87A   AACCAGGCCTTCGCTGGATTTCCTACACATGAAACCGCAGCTATGAAAAATCAACAACAG 900
                ******  **** *********************** ** * ******************
MEG-3_IDR       AAATCAAGAAACGACAGAAAAAAATCACGTGGTAGCAGCAACTTCCAGGATCGTACTTAC 960
MEG-3_IDR 87A   AAAGCAAGAAACGACAGAAAAAAAGCACGTGGTGCCGCCAACTTCCAGGATCGTACTTAC 960
                *** ******************** ********  *  **********************
MEG-3_IDR       TTCAACACAAATGACGATGAATTAACTGACGATGTGTTCATAGACGATTCCATGGATGCT 1020




                ************************************************ ***********
MEG-3_IDR       GCCCGTGGTCGGAGATCTCGATCAGTCACTAAGAAACTTCAACAATCGACTTATTCAAAG 1080
MEG-3_IDR 87A   GCCCGTGGTCGGAGAGCTCGAGCAGTCACTAAGAAACTTCAACAAGCGACTTATGCAAAG 1080
                *************** ***** *********************** ******** *****
MEG-3_IDR       CAGAATGCAGGCAGTAAACAATTGACTGAAAAATGCAAATCTTCTGAAGAAGCGGCTAAA 1140
MEG-3_IDR 87A   CAGAATGCAGGCGCTAAACAATTGACTGAAAAATGCAAAGCTGCTGAAGAAGCGGCTAAA 1140
                ************  ************************* ** *****************
MEG-3_IDR       CGTAACCTGGTATCCAATGTATTCAGCAAGGACGGCACTGAACTCTCCATTGAACAGTTA 1200
MEG-3_IDR 87A   CGTAACCTGGTAGCCAATGTATTCGCCAAGGACGGCACTGAACTCGCCATTGAACAGTTA 1200
                ************ ***********  ******************* **************
MEG-3_IDR       TTGGAAATTGTCAGCATGAAGATCGGACAACAGATTCACTTGCCTTCCAGCTCTCATGGA 1260
MEG-3_IDR 87A   TTGGAAATTGTCGCCATGAAGATCGGACAACAGATTCACTTGCCTGCCGCCGCTCATGGA 1260
                ************  ******************************* **  * ********
MEG-3_IDR       GAATGCAGCAATTTGAATCGGACATTACCAGCAAGTGATCTAAATTGCTCAATTGGTGAA 1320
MEG-3_IDR 87A   GAATGCGCCAATTTGAATCGGACATTACCAGCAGCTGATCTAAATTGCGCAATTGGTGAA 1320
                ******  *************************  ************* ***********
MEG-3_IDR       GACTTTGACTCCAGTTTTGTGGATGCTAACAACCAAACCCTACCAGTGAGTCTTCCCAAG 1380
MEG-3_IDR 87A   GACTTTGACGCCGCTTTTGTGGATGCTAACAACCAAACCCTACCAGTGGCTCTTCCCAAG 1380
                ********* **  **********************************  **********
MEG-3_IDR       AAAACTTCACTGTCGATCAAGCGCCGTGGAAGTTCTCGTAGTGCCTCCCGTCTGGCCAGT 1440
MEG-3_IDR 87A   AAAACTGCACTGGCGATCAAGCGCCGTGGAGCTGCTCGTGCTGCCGCCCGTCTGGCCGCT 1440
                ****** ***** *****************  * *****  **** ***********  *
MEG-3_IDR       CTTGATGTGACACTGGAAACTGTTGAAGAAGACGAGGAACCCACGCCAAGTCCACAGCCG 1500
MEG-3_IDR 87A   CTTGATGTGACACTGGAAACTGTTGAAGAAGACGAGGAACCCACGCCAGCTCCACAGCCG 1500
                ************************************************  **********
MEG-3_IDR       AGTTCTCCTCCAAAGATCTCAAGAAGAAAGTGGACAGGAACTTTTGATGCCAACGTTGAG 1560
MEG-3_IDR 87A   GCTGCTCCTCCAAAGATCGCAAGAAGAAAGTGGACAGGAACTTTTGATGCCAACGTTGAG 1560
                  * ************** *****************************************
MEG-3_IDR       GAAATGAGACGTTTACTTCATGGGGACCCTGAGATGCCGAAATCTGCAAATCGTGCTTCC 1620
MEG-3_IDR 87A   GAAATGAGACGTTTACTTCATGGGGACCCTGAGATGCCGAAAGCTGCAAATCGTGCTGCC 1620
                ****************************************** ************** **
MEG-3_IDR       TCAAGgtatgtagtgaaatagtaaaatctttagtaaaaatttaaatttcagCAAGGATCA 1680
MEG-3_IDR 87A   GCAAGgtatgtagtgaaatagtaaaatctttagtaaaaatttaaatttcagCAAGGATCA 1680
                 ***********************************************************
MEG-3_IDR       GATCAATCGGAACAATGTGGATGTAAAGAGAACACCTTCCTCG----------------- 1740
MEG-3_IDR 87A   GATCAATCGGAACAATGTGGATGTAAAGAGAACACCTGCCGGGAAGTTTGTCCAGAGCAG 1740
                ************************************* **  *                 
MEG-3_IDR       ----TCCGGATTCGCCAACGAGCTCGGACCACGTCTCATGGGAAAG-----------TGA 1800
MEG-3_IDR 87A   AGGATCCGGATTCGCCAACGAGCTCGGACCACGTCTCATGGGAAAGAGGAGGGATCCTAA 1800
                    ****************************************** *            
MEG-3_IDR       ATGAGTTCCTCAAAACCTTACCCAAGCGGTCTGCCAAACTCGAGAAGAAAAAGAGGAGgt 60
MEG-3_IDR 87A   ATGAGTTCCTCAAAACCTTACCCAAGCGGTCTGCCAAACGCTAGAAGAAAAAGAGGAGgt 60
                *************************************** * ******************
MEG-3_IDR       gagagttttttgcatcaatttttcattcaatttgtaaattcagGTCGCCGCTCAAGTAGT 120
MEG-3_IDR 87A   gagagttttttgcatcaatttttcattcaatttgtaaattcagGTCGCCGCGCAGCTGCT 120
                *************************************************** **  *  *
MEG-3_IDR       CGTAGCAATCAGGAAAGTGCATCCAACAACATGGAACACCAAATCACTCTTGACGAATTG 180
MEG-3_IDR 87A   CGTGCCAATCAGGAAGCTGCAGCCAACAACATGGAACACCAAATCACTCTTGACGAATTG 180
                ***  **********  **** **************************************
MEG-3_IDR       TTCAATCCGATCGCAAAACAAGACAGTGCTCAGTCAACAAGCCGTGAATATGGTGCAAAA 240
MEG-3_IDR 87A   TTCAATCCGATCGCAAAACAAGACGCTGCTCAGGCAACAGCCCGTGAATATGGTGCAAAA 240
                ************************  ******* *****  *******************
MEG-3_IDR       TCGGGGATATCTCATCACGGATCCGTATCATTCAACGGGAATACATTCATGAATGGCCAA 300
MEG-3_IDR 87A   GCGGGGATAGCTCATCACGGAGCCGTAGCATTCAACGGGAATACATTCATGAATGGCCAA 300
                 ******** *********** ***** ********************************
MEG-3_IDR       CAGCTGAATCACTCGATGACTCGACATGGTCGAGTATTCAATCAGTCGATGCATGCAGCT 360
MEG-3_IDR 87A   CAGCTGAATCACGCTATGACTCGACATGGTCGAGTATTCAATCAGGCCATGCATGCAGCT 360
                ************ * ****************************** * ************
MEG-3_IDR       CAAGGAAACGGCAGCAACGCCTTTAACAGTATTCCTCCTACGGCCCCCGTCTTCTCTGCA 420
MEG-3_IDR 87A   CAAGGAAACGGCGCCAACGCCTTTAACGCTATTCCTCCTACGGCCCCCGTCTTCGCTGCA 420
                ************  *************  ************************* *****
MEG-3_IDR       GACTTCCGCCGCAACTTGCAAACACGCAATAGCTCCAGCTGGTATGAACGAAGATTCCCA 480
MEG-3_IDR 87A   GACTTCCGCCGCAACTTGCAAACACGCAATGCCGCCGCCTGGTATGAACGAAGATTCCCA 480
                ******************************  * **  **********************
MEG-3_IDR       GTATCCACAGATCAGGACGACGTTCAGCAATCAAACACAAGACGTAGTAGAAGTCGTCAG 540
MEG-3_IDR 87A   GTAGCCACAGATCAGGACGACGTTCAGCAAGCAAACACAAGACGTGCTAGAGCTCGTCAG 540
                *** ************************** **************  ****  *******
MEG-3_IDR       AATGGACAACATGGCCTAAGCTTCTCGGATGGTTCGAACAATTATGGTCACGCTGGGAAT 600
MEG-3_IDR 87A   AATGGACAACATGGCCTAGCCTTCGCGGATGGTGCGAACAATTATGGTCACGCTGGGAAT 600
                ******************  **** ******** **************************
MEG-3_IDR       AAGTCATTCAGTGTGAGTTCCGTTCCCGTTGGGTTCCAGAAGCAAGAAAATAATTCTAAG 660
MEG-3_IDR 87A   AAGGCATTCGCTGTGGCTGCCGTTCCCGTTGGGTTCCAGAAGCAAGAAAATAATGCTAAG 660
                *** *****  ****  * *********************************** *****
MEG-3_IDR       AAACTGCGACAAACCAATGTTCACCAGCAATGTCTTGGAAATAAAAGCTTCAACGCTCAA 720
MEG-3_IDR 87A   AAACTGCGACAAACCAATGTTCACCAGCAATGTCTTGGAAATAAAGCCTTCAACGCTCAA 720
                *********************************************  *************
MEG-3_IDR       GCTGGAGTTCATGGACACGCTTTTAAAAAAGGCCATAAGGACAATAAAAATGCATCTGGA 780
MEG-3_IDR 87A   GCTGGAGTTCATGGACACGCTTTTAAAAAAGGCCATAAGGACAATAAAAATGCAGCTGGA 780
                ****************************************************** *****
MEG-3_IDR       AAGGAGGTTATCAATTCTAGTCTTGTCCAAAAGCACGATGCTATTAAGTCGCGGAATTTG 840
MEG-3_IDR 87A   AAGGAGGTTATCAATGCTGCTCTTGTCCAAAAGCACGATGCTATTAAGGCTCGGAATTTG 840
                *************** **  **************************** * *********
MEG-3_IDR       AACCAGAGCTTCTCTGGATTTCCTACACATGAAACCTCATCGATGAAAAATCAACAACAG 900
MEG-3_IDR 87A   AACCAGGCCTTCGCTGGATTTCCTACACATGAAACCGCAGCTATGAAAAATCAACAACAG 900
                ******  **** *********************** ** * ******************
MEG-3_IDR       AAATCAAGAAACGACAGAAAAAAATCACGTGGTAGCAGCAACTTCCAGGATCGTACTTAC 960
MEG-3_IDR 87A   AAAGCAAGAAACGACAGAAAAAAAGCACGTGGTGCCGCCAACTTCCAGGATCGTACTTAC 960
                *** ******************** ********  *  **********************
MEG-3_IDR       TTCAACACAAATGACGATGAATTAACTGACGATGTGTTCATAGACGATTCCATGGATGCT 1020































































































































































control	 126	 0.0%	 122	 0.0%	 137	 0.0%	 385	 0.0%	
pos-1	 121	 100.0%	 200	 100.0%	 167	 100.0%	 488	 100.0%	
MEG-3Cterm		
control	 167	 0.0%	 145	 0.0%	 292	 0.0%	 604	 0.0%	
pos-1	 180	 0.0%	 150	 0.0%	 174	 0.0%	 504	 0.0%	
MEG-3IDR		
control	 122	 0.0%	 119	 0.0%	 138	 0.0%	 379	 0.0%	
pos-1	 89	 36.0%	 63	 33.3%	 106	 11.3%	 258	 26.9%	
MEG-3HMGL-		
control	 194	 0.0%	 156	 0.0%	 149	 0.0%	 499	 0.0%	
pos-1	 132	 0.0%	 148	 0.0%	 105	 0.0%	 385	 0.0%	
meg-3		
control	 184	 0.0%	 175	 0.0%	 191	 0.0%	 550	 0.0%	
pos-1	 143	 0.0%	 248	 0.0%	 174	 0.0%	 565	 0.0%	
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Appendix	F	
Table	of	C.	elegans	strains	generated	in	this	work	
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Table	1	–	C.	elegans	strains	generated	by	CRISPR/Cas9	editing	in	the	course	of	this	work.		
Includes	required	guide	RNAs,	homology	directed-repair	templates	and	starting	strains.	
Strains	marked	by	an	asterix	(*)	were	not	maintained.	
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